. Outgroup-rooted Maximum likelihood (ML) tree for evolutionary relationships among BFDV genomes sequences available in GenBank. The ML tree was constructed using a fulllength BFDV genome from a single rainbow bee-eater and all other full-length BFDV genome sequences available on GenBank with 1000 nonparametric bootstrap resamplings. The red text highlighted clade shows the relationship of rainbow bee-eater BFDV with genotypes from a wild red-tailed black cockatoo and a wide variety of parrot species.
Figure S2. Outgroup-rooted Neighbour-joining (NJ) tree for evolutionary relationships among partial
Rep gene sequences of BFDV. The NJ tree was constructed using partial Rep gene sequences of BFDV from rainbow bee-eaters with other equivalent sequences available on GenBank, using 1000 nonparametric bootstrap resamplings. Green text highlighted clade shows all sequences obtained from rainbow bee-eaters. Red and blue colour texts highlights genotypic variants originated within individual birds 14-1186-02 and 14-1186-04, respectively. 
